Single-crystal X-ray study T = 100 K Mean (C-C) = 0.002 Å R factor = 0.041 wR factor = 0.098 Data-to-parameter ratio = 16.4
non-classical C-HÁ Á ÁO interactions observed between molecules. The single hydrogen bond observed in the title structure is an intramolecular O11-H11Á Á ÁO71 hydrogen bond (Table 2 and Fig. 1) , lying approximately perpendicular to the (021) plane. Much of our interest in such materials lies in the possibility of hydrogen-bond disorder. The difference Fourier map (Fig. 2) shows that no disorder is observed in this hydrogen bond at this temperature; there is also no disorder observed in the hydrogen bond at higher temperatures, as a difference Fourier map of the hydrogen bond from a data set collected at 293 K on the same crystal shows (Fig. 2) . The data for the 293 K structure have been deposited with the Cambridge Crystallographic Data Centre.
The packing of the molecule in this structure is layered, with each layer having rows of the title molecule in alternating directions (Fig. 3a) . The layers are then superimposed on each other, with alternating rows lying on top of one another (Fig. 3b) . These layers are quite distinct throughout the structure (Fig. 3c ).
Experimental
The title material was prepared from diethyl-3,4-furandicarboxylate after exposure to moist air, the crystals being observed floating in the parent material a few days after exposure. 
Crystal data

Data collection
Brü ker APEX2 CCD diffractometer ' and ! scans Absorption correction: multi-scan (SADABS; Bruker, 1996) T min = 0.91, T max = 0.98 5968 measured reflections 2461 independent reflections 1763 reflections with I > 2(I) R int = 0.028 max = 30.7 Difference Fourier map sections through the intramolecular hydrogen bond in the same crystal at (a) 100 K and (b) 293 K.
Figure 3
Packing diagrams showing (a) the layered structure of the molecule, (b) how the layers fit together and (c) a side view of the layers. Table 2 Hydrogen-bond geometry (Å , ).
All H atoms were found in difference density syntheses and were refined isotropically without restraints.
Data collection: APEX2 (Bruker, 2005 ); cell refinement: APEX2; data reduction: APEX2; program(s) used to solve structure: SIR92 (Altomare et al., 1994); program(s) used to refine structure: CRYS-TALS (Betteridge et al., 2003) ; molecular graphics: MERCURY (Bruno et al., 2002) , ORTEP-3 for Windows (Farrugia, 1997) and WinGX (Farrugia, 1999) ; software used to prepare material for publication: CRYSTALS. 
